Comparative Genomics for D. Ananassae by Chang, Hailey & Watkins, Tia
Gene Annotation of protein Rich-P in D. ananassae using the Genomics Education 
Partnership (GEP) pipeline
Tia Watkins, Hailey Chang, and Dr. Sarah Justice
Background & Purpose
Acknowledgements
• TU Biology Dept.
• Sam, Grace, Becca, Kayla, and Landon
• Performed in collaboration with the GEP
Gene annotation is the process of finding and 
giving meaning to the sequence of an unknown 
gene. More specifically, comparative genomics 
is one way to annotate genes that consists of 
using a known DNA sequence to characterize 
that of a similar or an unknown gene. Doing this 
enables gene prediction and analysis of the 
potential function of a gene of interest. The 
Genomics Education Partnership, the GEP, 
provides training in the needed annotation tools 
to perform successful comparative genomics of 
Drosophila species using the well characterized 
D. melanogaster genome.
In this research project, comparative genomics 
is used to assess the evolutionary impact of 
Drosophila genes by annotating coding regions 
and transcription start sites in D. ananassae. 
This will provide information into the genetic 
changes across Drosophila species and will 
identify factors that allow genes to function. In 
particular, we focused on annotation of the 
protein Rich. Accomplishing this work will lead 
to a better understanding of genomes and  
offers hopeful methods to lead to eventual 
advancements in health and medication due to 
the efficient way of annotating unknown genes 
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